The protein structure prediction can be performed efficiently by combining the methods in physics and bioinformatics. In this article, I review the methods for the computational study of protein structure, based on bioinformatics and physics. Then I discuss how physics and bioinformatics can be combined to perform efficient prediction of protein native structure. 
물리학적인 방법과 생명정보학적인 방법을 활용한 단백질 구조 계산 연구
For a one-dimensional input string of protein amino acid sequence, the output is the one-dimensional string of secondary structure. The sequence search algorithm PSI-BLAST is used to construct the sequence profile, which contains sequence feature that determines the secondary structure. 
